Background: Studies suggested that microRNAs influence cellular activities in the uterus including cell differentiation and embryo implantation. In assisted reproduction cycles, luteal phase support, given to improve endometrial characteristics and to facilitate the implantation process, has been a standard practice. The effect of different types of luteal phase support using steroid hormones in relation to endometrial miRNA profiles during the peri-implantation period has not seen described. This study was designed to evaluate the expression of miRNAs during the luteal phase following controlled ovarian stimulation for IVF and the influence of different luteal phase support protocols on miRNA profiles.
Background
MicroRNAs (miRNAs) are a class of single-stranded, noncoding small RNAs that regulate gene expression at the translational level and play fundamental roles in several biological processes, including cell differentiation, proliferation, development and apoptosis [1] [2] [3] . It is believed that mammalian miRNAs are responsible for the regulation of over 60% of all human genes [4] . Either by controlling mRNA degradation or by translational repression, miRNAs have emerged as key regulators of gene expression [5, 6] . Each miRNA is predicated to have a broad range of target mRNAs and each mRNA may be regulated by multiple miRNAs [7, 8] .
The role of miRNAs in the female reproductive system and particularly in the endometrium has been the focus of several studies in recent years [9, 10] . So far it has been established that miRNAs are indeed expressed in the human endometrium and they are also subjected to hormonal regulation [10, 11] . Hawkins et al. were able to identify a number of miRNAs that were differentially regulated in endometriotic tissues as compared to normal endometrium [12] . The overall regulatory role of miRNAs in the pathophysiology of endometriosis has been reviewed extensively by Ohlsson Teaque et al. [13] .
Ovarian stimulation protocols with gonadotropins have been invariably associated with luteal phase deficiency and poor implantation rates [14, 15] . While the exact reasons for this phenomenon are still unclear, luteal phase support, given to improve endometrial characteristics and to facilitate the implantation process, has been a standard practice. Progesterone is a universally accepted agent for luteal phase support and can be administered orally, intramuscularly, or vaginally [16, 17] . Estrogens in the form of 17β-estradiol or estradiol valerate have also been used for luteal phase support [18] , although studies aimed to evaluate the concept of estrogen addition during the luteal phase have lead to inconclusive results [14, 19] . It has been suggested that during ovarian stimulation for IVF, the endometrial receptivity starts to occur in mid luteal phase after oocyte retrieval [20] . Prior to, and during the implantation process, the expression of multiple endometrial genes and gene products is highly regulated [21] [22] [23] . The role of miRNAs in regulating cellular processes during the endometrial transition has recently attracted a great deal of attention [10, [24] [25] [26] [27] [28] . For example, Kuokkanen et al. reported distinct miRNA gene expression signatures in the late proliferative and mid-secretory phase endometrial epithelium [24] . However, the effect of different types of luteal support in relation to endometrial miRNA profiles during the period of peri-implantation has not been described. In this study, we have investigated the impact of two commonly used luteal phase support protocols, progesterone alone and progesterone plus estrogen, on the expression profiles of 526 miRNAs in the human endometrium following ovarian stimulation with a gonadotropin/ GnRH antagonist protocol.
Methods

Oocyte donors and ovarian stimulation
The study was approved by the Johns Hopkins Hospital Institutional Review Board. Nine oocyte donors who enrolled in the Johns Hopkins oocyte donation program participated in the study. All donors were 21 to 31 years of age and underwent a standard screening protocol for oocyte donation, in accordance with the recommendations of the American Society for Reproductive Medicine [29] . The risks of the procedure were discussed in detail, with particular emphasis on the risks associated with the endometrial biopsy and the use of steroids during luteal phase, and written informed consents were obtained.
Study subjects underwent ovarian stimulation according to a gonadotropin / GnRH antagonist protocol as described previously [30] . Briefly, ovarian stimulation was initiated with gonadotropins on the second day of vaginal bleeding following discontinuation of oral contraceptive pills. On the 6 th day of stimulation, a daily subcutaneous evening dose of 0.25 mg ganirelix acetate (Schering-Plough Corp, West Orange, NJ, USA) was added. When at least three follicles reached a mean diameter of 18 mm, ovulation was triggered with a single dose of hCG (Profasi, 10,000 IU; Serono Inc. Rockland, MA, USA). Sonographically guided transvaginal oocyte retrieval was performed 34-36 hours after the hCG administration. The retrieved oocytes were used for IVF procedures and the resulting embryos were either transferred to matched recipients or cryopreserved for future use.
Luteal-phase support and tissue collection
Endometrial biopsies on oocyte donors were performed using a Pipelle catheter (Unimar, Wilton, CT) on the day of oocyte retrieval and served as baseline (group I). At that time, the donors were randomized into three groups, with three subjects in each group. Group IIa received no luteal phase support after retrieval. Group IIb had luteal phase support with micronized progesterone (P) in the form of vaginal suppositories (200 mg every 6 h starting from the day after retrieval). Group IIc received a daily oral dose of 2 mg 17β-estradiol in addition to the micronized progesterone (P + E). Endometrial biopsies were obtained again 3-5 days (each of treatment groups contains 2 samples from day 3 and 1 sample from day 5) after retrieval. All specimens were stored in liquid nitrogen at −196°C immediately after the biopsy.
RNA preparation and miRNA analysis
Total RNA was isolated and extracted from individual endometrial samples using the Trizol Reagent method (Invitrogen, Carlsbad, California 92008, cat. no. 15596-026). The quality of the RNA samples was assessed using an Agilent 2100 Bioanalyzer (Agilent Technologies, Palo Alto, CA). The integrity of miRNA was assessed by a miRNA specific RT-PCR using an ABI (Applied Biosystems; Foster City, CA) Taqman assay for U6 snRNA (AB Assay ID 001973). The results indicated an average Ct of 20.1 (SD 0.84) for all samples with a minimum Ct of 18.3 and maximum Ct of 22.
Illumina miRNA expression profiling (Catalog # MI-501-1001) was carried out according to manufacturer's recommended protocols. Briefly 200ngs of total RNA for each sample was polyadenylated and converted to cDNA using a biotinylated oligo-dT primer with a universal PCR sequence at its 5'-end. Biotinylated cDNA was annealed to query oligos. Each query oligo consisted of a universal PCR priming site at the 5'end, an address sequence that complements a corresponding capture sequence on the array, and a microRNA-specific sequence at the 3'end. This mixture was bound to streptavidin-conjugated paramagnetic particles to select the cDNA/oligo complexes; second strand cDNA synthesis was completed by primer extension. All cDNA templates were amplified with a pair of common PCR primers. The primer on the strand complementary to the array was fluorescently labeled for subsequent hybridization to the arrays.
Validation of the selected miRNAs, shown to be regulated by Illumina miRNA microarray, was performed by RT-PCR. QRT-PCR was performed using the RT 2 Profiler TM Human miFinder miRNA PCR Array (MAH-001A) from SuperArray (SABiosciences, Gaithersburg, MD). RT 2 Profiler™ PCR Arrays are designed for relative quantitative QRT-PCR based on SYBR Green detection and performed on a one sample/one plate 96-well format, using primers for a preset list of 88 most abundantly expressed and best characterized micro RNA sequences. In brief, miRNA was converted to cDNA via a universal tailing and reverse transcription reaction. CDNA volumes were adjusted to~2.5 ml with SuperArray RT 2 Real-Time SYBR Green/ROX PCR 2X Master Mix (PA-012) and 25 μl of cDNA mix was added to all wells. The PCR plate was sealed and spun at 1500 rpm X 4 min. Real time PCR was performed on an Applied Biosystem (Foster City, CA) 7300 Real Time PCR System. ABI instrument settings included setting reporter dye as "SYBR", passive reference is "ROX"; Delete UNG Activation, and add Dissociation Stage.
To correlate differentially expressed miRNAs and their regulated genes, we used differentially regulated and selected miRNAs against an established miRNA database for predicted target genes (Sanger miRBase, v9.1, February 2007 release). MicroRNA data was also analyzed through the use of Ingenuity Pathway Analysis (IPA, Ingenuity W Systems, www.ingenuity.com). Pathway enrichments were calculated using the NIAID DAVID functional enrichment tool [31, 32] .
Statistical analysis
Preliminary analysis of the scanned data was performed using Illumina BeadStudio software which returns single intensity data values/miRNA following the computation of a trimmed mean average for each probe type represented by a variable number of bead probes/gene on the array. Data was globally normalized by scaling each array to a common median value, and significant changes in gene expression between class pairs were calculated using the Student t-test. Significant gene lists were calculated by selecting genes which satisfied a significance threshold criteria of t-test p-values less than or equal to 0.05 and a fold change ± 2 or greater.
Relative miRNA expression derived from QRT-PCR was calculated by using the 2 -Ct method, in which Ct indicates cycle threshold, the fractional cycle number where the fluorescent signal reaches detection threshold [33] . The normalized ΔCt value of each sample is calculated using an endogenous control small molecular weight RNA (U6 snRNA). Fold change values are presented as average fold change = 2 -(average Ct) for genes in treated relative to control samples. The criteria of significance used for the RT-PCR results were the same as used for the Illumina miRNA arrays.
Results
Demographic characteristics
Demographic characteristics for all study participants were similar in all treatment groups. The mean age of the study participants was 24 years and mean body mass index was 21.3 ± 1.2 kg/m2. Overall, the baseline serum FSH, LH and E2 levels, the length of the stimulation , total amount of gonadotropins used, peak estradiol levels, and number of oocytes retrieved were comparable (P > 0.05) between the groups (Table 1) .
MiRNA profiles and comparisons between groups
To establish endometrial miRNA profiles, we used a microarray platform consisting of 526 miRNA probes. Triplicates of each group samples were used, which proved that genes from same condition of samples are reproducible. Levels of miRNA expression are similar in the same sample groups including the samples from either day 3 or day5. The fluorescent intensity of each expressed transcript in each sample group was compared to the median fluorescence intensity of each transcript in the paired comparison group. Individual transcripts with increased (red) and decreased (green) miRNA abundance in the given comparisons were identified, as shown in the hierarchical clustering map in Figure 1 . It is demonstrated that there is a high degree of overall concordance between and within treatments for later versus early luteal phase and, in particular a striking concordance, for hormone treated versus non-treated groups at days 3-5 after oocyte retrieval. Following global normalization, the mean expression value for each group was subjected to statistical analysis. A 2 fold change in the expression was arbitrarily selected as a cut-off level. Individual miRNAs that have shown a significant change in their expression (greater than 2fold and/or p < 0.05 between the comparison groups) are shown in an Additional file 1: Table S1 with a total of 248 miRNAs listed.
Initially we compared miRNA expression in the endometrial samples obtained on the day of retrieval to those obtained 3-5 days later ( Figure 2 , the 3 comparison columns on the left). In the group with no luteal phase support, 14 miRNAs (HS_202.1, HS_209.1, HS_284.1, hsa-miR-202*:9.1, hsa-miR-346, hsa-miR-363*, hsa-miR-504, hsa-miR-569, hsamiR-302d, hsa-miR-632, HS_17, HS_145.1, hsa-miR-133b, hsa-miR-144:9.1) were down-regulated and 5 miRNAs were up-regulated (HS_130, hsa-miR-876-5p, hsa-miR-876-3p, hsa-miR-122, hsa-miR-9) at greater than 2 fold changes. In the P alone group, 4 miRNAs (hsa-miR-144:9.1, hsa-miR-486-5p, HS_97, HS_203) were down regulated and 7 (HS_163, hsa-miR-614, hsa-miR-610, hsa-miR-559, hsa-miR-876-5p, HS_18, hsa-miR-876-3p) were up regulated, while in the P + E support group, 1 miRNA (hsa-miR-449a) was underexpressed and 5 (HS_276.1, hsa-miR-876-5p, HS_18, HS_111, hsa-miR-876-3p) were overexpressed .
Subsequently, we compared miRNA gene expression between the different treatment groups during mid-luteal phase at 3-5 days after retrieval, as shown in Figure 2 , the 3 comparison columns on the right. In the progesterone support group an overexpression (more than 2 fold increase) was observed for 33 miRNAs (HS_149, HS_166.1, HS_175, HS_202.1, HS_209.1, HS_284.1, HS_41, hsa-miR-1468, hsamiR-202*:9.1,hsa-miR-346, hsa-miR-504, hsa-miR-512-5p, hsa-miR-560:9.1, hsa-miR-563, hsa-miR-638, hsa-miR-663, hsa-miR-302d, hsa-miR-302b*, hsa-miR-632, hsa-miR-622, HS_17, HS_163, hsa-miR-518b, HS_108.1, hsa-miR-614, hsa-miR-610, HS_263.1, HS_30, hsa-miR-512-3p, HS_32, HS_282, HS_169, HS_145.1) and in the P + E support group for 6 miRNAs (HS_149, HS_276.1, HS_41, hsa-miR-563, HS_17, hsa-miR-144:9.1) as compared to the no steroid supplementation group. On the other hand, underexpression of 3 miRNAs (HS_176, HS_97, HS_203) were seen only in P support group. In the comparison between E + P and P supplementation groups, 5 miRNAs (hsa-miR-144:9.1, hsamiR-486-5p, HS_176, HS_97, HS_203) were up-regulated and none were down regulated at greater than 2 fold levels.
Venn diagram analysis of differentially expressed miRNA genes
A total of 216 miRNAs were differentially regulated (p < 0.05) between the study groups. MiRNAs with significant 
Validation analysis
Array based RT-PCR with 88 miRNAs was used to validate our Illumina array expression findings. We were able to map 19 miRNAs between the two platforms. Of these, 14/19 demonstrated concordance at the level of the direction of regulation (increased or decreased) at a hypergeometric probability of p < 0.014. Nine representative miRNAs were selected for groups IIa vs. I and IIc vs. IIa as indicated in Figure 4 . The trends for up-regulation and down-regulation of these miRNAs were consistent between the two array measurements.
MiRNA and target genes
To explore the biological relationship between differentially expressed miRNAs and their regulated genes, we used differentially regulated (p < 0.05) miRNAs on day 3-5 after oocyte retrieval against an established miRNA database for predicted target genes (Sanger miRBase, v9.1, February 2007 release). Interestingly, there are large numbers of predicted target genes for a given miRNA per miRBase. We were able to identify nineteen miRNAs and their selected target genes in this defined study categories which are shown in Table 2 . In order to further investigate the possible biological implications for those miRNAs which were cross validated by both QRT-PCR and Illumina array data (Figure 4) , the relationship of these microRNAs and their known gene targets was evaluated using the IPA miRNA Target Filter software. This group of miRNAs is regulated between day 3-5 and day 0 and also at day 3-5 between P + E (Grps IIc) and no support (Grps IIa) groups. IPA was able to identify 7 out of the 9 miRNAs from Figure 4 (excluding hsa-miR-144, and hsa-mir-181b). The gene targets were identified for these miRNAs based upon the selection of the most stringent criteria requiring experimental observation of a given miRNA and its target. Gene targets were further filtered for known involvement in endocrine system disorders. The results of this analysis ( Table 3 ) that shows pathway enrichments were calculated for the entire gene set. The findings of the analysis demonstrated a significant involvement of genes of extracellular matrix, cell proliferation, and response to steroid hormone stimulus between days 3-5 versus day 0 at no steroid support groups (Table 3 , Grps IIa-I). Interestingly, this effect was almost completely abrogated by progesterone and estrogen Figure 2 Numbers of miRNA genes with more than 2 fold changes between comparison groups. no = no steroid supplementation; P = progesterone support; P + E = progesterone + estrogen support. treatment (Table 3 , GrpsIIc-IIa) for genes of cellular proliferation and response to steroid hormones but not for extracellular matrix.
Discussion
In the past few years, the field of miRNA research has evolved rapidly. Various studies have provided strong evidence for the widespread expression and the regulatory functions of miRNAs on gene expression under either physiologic or pathologic conditions. MicroRNAs have now been recognized as key players in the process of cell proliferation and differentiation. Global analysis of miRNAs in human tissues have showed that, in addition to the brain, the uterus, the cervix, and the ovaries have the highest restricted enrichment in individual miRNAs [34] . The identification of miRNA as well as the functional analysis of individual expressed miRNA in the uterus has shed light onto the cycling changes that occur in response to steroids and during pregnancy. The impact of the ovarian steroids on miRNA expression and regulation in the uterus has been Figure 3 Venn diagram illustrations of differentially expressed miRNA genes in six comparison groups. Number of miRNA genes that were differentially expressed (p < 0.05) in the endometrium with and without luteal phase support as compared 3-5 days after oocyte retrieval versus day of retrieval (A) and at 3-5 days after oocyte retrieval (B) among groups. no = no steroid supplementation; P = progesterone supplementation; P + E = progesterone + estrogen supplementation. evidenced by the fact that treatment with 17β estradiol or RU-486 resulted in differential regulation of miRNAs in the myometrium and leiomyomas [35] .
In the present study, we have examined 526 different miRNAs in the human endometrium following COS and identified a rich number of miRNAs with at least 2 fold changes in the level of expression during the luteal phase ( Figure 2 , Additional file 1: Table S1 ). Statistical analysis identified that the changes were significant (p < 0.05) for 216 of miRNAs (Additional file 1: Table S1 ). These changes were observed not only in the within the group analysis at different times during luteal phase (comparison between day 0 and day 3-5) but also in the analysis between groups at the same time frame (comparison between the treatment groups at day 3-5). As demonstrated in Figure 1and Figure 2, there was a substantial increase in miRNA expression in the groups treated with progesterone alone as compared to the no supplementation group. In genomewide identification of endometrial miRNA in natural and stimulated cycles reported by Sha et al. [36] , 22 miRNAs were significantly dysregulated on the day of hCG + 7 in stimulated cycles as compared with day of LH + 7 in natural Ingenuity Pathway Analysis (Ingenuity W Systems, www.ingenuity.com). MiRNA Target Filter was applied using the strictest criteria (experimentally observed microRNA/gene targets only) filtered for genes previously identified for involvement in endocrine system disorders. Each of the seven miRNAs has multiple gene targets. Fold changes between groups as determined by Illumina miRNA array measurements are shown. Ingenuity target identifications are generated from multiple databases (Source). Pathway enrichments were calculated for the entire gene set using the NIAID DAVID functional enrichment tool [31, 32] . Genes that feature in both the cellular proliferation and the steroid hormone pathways are in bold (KRAS, BCL2, TGFBR1). cycles. Among those, 11 miRNAs exhibited putative estrogen response elements or progesterone response elements in the promoters. In a study of examining gene expression profile in natural cycle and stimulated cycles during luteal phase (LH + 2 or 7; hCG + 2 or 7), Haouzi et al. [37] demonstrated that COS regimens altered endometrial receptivity in comparison with natural cycle. These and our studies indicate that ovarian stimulation or altered steroid hormone levels may affect miRNA profiles, consequently, affect endometrial receptivity. Furthermore, we found that the addition of estradiol in the regimen resulted in a significant attenuation of effect of progestone ( Figure 1, Figure 2 ) on the level of miRNA expression. These findings support the notion that the well known anti-proliferative effect of progesterone on the endometrium could be possibly exerted by a localized increase in miRNA expression. The addition of estradiol at the same time could reverse this effect partially by attenuating this increase. Whether this effect is directly or indirectly associated with ovarian stimulation or the type of drug delivery for luteal support (estradiol was administered orally whereas progesterone was administered vaginally in this study) requires further investigation.
By microarray, Northen blot and in situ hybridization, Hu et al. [38] was able to identify eight specific miRNAs that were significantly up-regulated at implantation sites. Chakrabarty et al. have showed in the mouse uterus, that two specific miRNAs, the mmu-miR-101a and the mmu-miR-199a*, were differentially expressed during implantation in coordination with the expression of cyclooxygenase-2(Cox-2), a gene critical for implantation [39] . Studies on temporal and spatial regulation of miRNAs in the rat uterus, during embryo implantation, have identified the let-7a and mir-320 specifically in the uterine endometrium with higher expression level on gestation day 6-7 [26, 27] . These evidences and our findings of differential expression of miRNAs in the periimplantation period with and without luteal phase support suggest role(s) of miRNAs during the remodeling process of endometrium in association with implantation.
Neo-angiogenesis is a pivotal process in reproductive function where it regulates endometrial regeneration, corpus luteum formation and finally placentation. The regulatory function of miRNAs in the process of neo-angiogenesis has been illustrated in several in vitro and in vivo models [9] . For example, the role of miRNAs in the neo-angiogenesis has been reported in experiments with Dicerex ½ mouse embryos (altered function of Dicer required for miRNA processing) which suffer from defective angiogenesis, due to disruption in the expression of vascular endothelial growth factor (VEGF) as well as to its receptor flt-1 [40] . We have noticed in our study that several miRNAs including miR-520 g, miR-369-3p, and miR-186 (Table 2) , with VEGF as predicted target gene, were differentially regulated during the peri-implantation period. More specifically there was a significant increase in the expression of miR-520 g in the group that received only progesterone as compared to the other groups. In contrast, in the same group, there was a pronounced suppression of miR-221, which is known to regulate endothelial nitric oxide synthase, one of the key regulators of endothelial biology and angiogenesis [41] . Whereas our findings support the regulatory effect of miRNAs in the process of neo-angiogenesis, the precise impact of this action remains obscure. Individual targets of specific miRNAs responsible for the phenotypes have been proposed in experimental settings, although it is likely that many miRNAs function through cooperative regulation of multiple mRNAs [7] . Indeed, Revel et al. evaluated the expression of miRNAs in the secretory endometrium of repeated implantation failure patients and identified 13 miRNAs were differentially expressed (10 were overexpressed and 3 were underexpressed), which putatively regulated the expression of 3800 genes.
In addition, in this study, based on the most stringent criteria requiring experimental observations, IPA miRNA Target analysis for cross validated microRNAs identified 7 out of 9 miRNAs and their gene targets which were further subjected for pathway analysis. The results revealed significant involvement of genes of extracellular matrix, cell proliferation, and response to steroid hormone stimulus from day 0 to day 3-5 after oocyte retrieval in a group with no steroid support (Table 3) . Conversely, this effect was almost completely abolished by supplementation of progesterone and estrogen (Table 3 , GrpsIIc-IIa) for genes of cellular proliferation and response to steroid hormones bur not for genes of extracellular matrix.
Under the influence of the ovarian steroids the human endometrium undergoes cyclic changes. Estradiol promotes epithelial cell proliferation, while progesterone inhibits this estrogen-induced effect, promotes differentiation, and has decidualizing effects on endometrial stroma later in the secretary phase. We hypothesize that ovarian steroids may regulate multiple genes related to the uterine tissue remodeling and endometrial receptivity, at least in part, through modulating miRNA expression profiles.
We realize that there are several limitations in this study. The relatively small sample size due to limited number of donors that have agreed to participate could represent one of those. Unfortunately due to the design of our experiment it was extremely difficult to obtain more specimens. Furthermore, due to the fact that the same women were biopsied twice during the same COS cycle the first biopsy may induce gene expression differences that are likely to be reflected in the miRNA expression profile of the second biopsy. Additional group(s) with only one biopsy for each subject for a given group and given day of biopsy would provide another layer of control to strengthen the findings in this study. On the other hand, the limited sample size also reflects the difficulty in obtaining these samples. In addition, although group II contains 3 samples in each sub-group, there are 2 samples from day 3 and 1 sample from day 5 which may potentially affect miRNA profiles. However, after normalization and careful comparison, samples from day 3 and day 5 showed similar expression level on miRNAs profile in the same treatment group. Since day 3-5 are all in mid-secretory period of the cycle, we combined day 3 and day5 samples as one stage of the luteal phase for analysis.
Despite these limitations nevertheless, our array-based global miRNA profiling describes, for the first time, the miRNA expression profile in the human endometrium during the luteal phase following COS for IVF and luteal support with steroid supplementation. We have shown that this profile is under considerable influence by ovarian steroids, even though the molecular mechanism of this interaction still remains unclear. Importantly, several miRNAs found to have enriched or depleted transcript load during the luteal phase may have specific roles in the control of endometrial receptivity. Further studies are necessary to create a detailed expression profile for these miRNAs in relation to their target genes in the endometrium throughout the natural cycle as well as the stimulated cycle for IVF. We plan to further investigate several significantly regulated miRNAs and associated target gene pathways in relation to endometrial receptivity and implantation. Functional study will also be designed to link the imperative miRNAs in potential clinical applications.
Conclusions
The array-based study presented here has revealed several findings: 1) there is an expression of a unique set of miRNAs in the endometium following controlled ovarian stimulation; 2) the level of expression for these miRNAs undergoes significant changes during the peri-implantation period; 3) the expression is influenced by ovarian steroids; 4) expression of miRNAs may be associated with target genes and gene pathways. The miRNAs found to have enriched or depleted transcript load during the luteal phase may have specific roles in the control of endometrial receptivity during the peri-implantation period through regulation of their target genes. Further studies are necessary to create a detailed expression profile for these miRNAs as well as their associated target genes throughout the natural cycle and the stimulated cycle for IVF in the endometrium. Studies for specifically regulated miRNAs and their target genes as well specific gene pathways in relation to endometrial receptivity and implantation are also proposed.
